Start crop Point End crop Point

1 MSA length = 7516 1

ATATACTTIT— - —TAAATTAAT.TTAAIAA—IAI— AGTTATGTGAGAGGAAAT.CATGGTTTTCCCACGAAGACGCGAGCGAIA ---------- AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT TTTTTT-— - A
AATIACTTTTT—ITAAITTAATT ------------ AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - = - = = = = = - - AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATTIRE THNA AGEERT T T T TTT-----
-------------------------------------- AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA- - - - - - - - - - AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT

C AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT
T AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA- - - - - =-=-=-=-- AAAAAATA-TTTTTTAAAAAAGTATTTTCGT— - TCGAAATCTATAATT
T ATTACTITTTA ——————————— TTTGAIA— ---T-WAGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=-=-~--- AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT TTTTTT
T AAT--TTTTTGAACA AT.ATTTTTAAAAAIAATT AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA- - - - - =--=-=-- AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT TITTTT
T ATTTATTTITGAATTA TTAAITTTTAAIA— --AT-WMAGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=-=-~--- AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT TTTTTT
C A - —TATTTTTTAATIAATTAATTIT ——————————— AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAAT T T TIRANSRGEEEN [ T T T --------- -
CHEEA TN AR - - - - - - - - -------- - - -- - o - - - THAGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA - - - - ===~~~ - AAAIAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT —————————
THREA TG AR - - - - ------------------- TTTAAAAI— --TTWAGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA---=-=--=-=-~-- AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT
C AATTAITTTT ——————————————— TAAAA- -AAT-BAGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA------=-~--- AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT
T AN - —AATTATTTTTTIATAAATTAATTTTTGAA ————— T-BWAGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA- - - - ===~ - - AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT
C A AA- - - - - -ttt e e e e - TCTGAAAAA- - - -BAGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA---=-=--=-=-~-- IAAAAAT—AAAITTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT
C AN - - - -------------------- TTTAAAA----T-BAGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA---=-=-=-=-=-~-- AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT
T AGEEAA - - - - - - - - - - - - - TCTAAAA- -AAT - AGTTATGTGAGAIGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA —————————— AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT
T ABEENAN- - --------------------- TAA.— —AAI— AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=-=-=-=-- IAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT
ABEEBA - - - - - - - - - - - - - - - e e e e s e s m e - - AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- AAAAAATAAAITTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAAT ——————
ABBEA - - - - - - - - - - - - - - e e - - - - e e e - - - - - IT— AGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA----=-=--=-=-- AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT - - - - -
A TTT“AAA— - - -CBAGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA---=-=-=-=-=-~-- IAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT.TITA
A TTTEEAAAAAATTEBAGTTATGTGAGAGGAAATAGCATGGTTTTCCCACGAAGACGCGAGCGAAA

-------------------------------------------------------------------------------------------------------------- BAAAAATAAARTTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT
-------------------------------------------------------------------------------------------------------------- AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTTCGAAATCTATAATT
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I l IATTTITTT-AACA ---------- TAABAAAAAT -AGTTATGTGAGAGGAAATAGCATGGT TTTCCCACGAAGACGCGAGCGAAA - - - = - = - =« =« s - oo oo oot oot oo Lttt ottt
-------------------------------------------------------------------------------------------------------------- AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT
-------------------------------------------------------------------------------------------------------------- AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAAJCTATAATT
-------------------------------------------------------------------------------------------------------------- AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT
-------------------------------------------------------------------------------------------------------------- AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT
-------------------------------------------------------------------------------------------------------------- AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT
-------------------------------------------------------------------------------------------------------------- AAAAAATAAAlITTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT

--------------------------------------------------------------------------------------------------------------- AAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT
-------------------------------------------------------------------------------------------------------------- AAAAAATAAAATTTTTTAAAAAAGTATTTTCGTTGTCGAAATCTATAATT TTCE TERAGA T A




MO

10T A

I“I”

8000




ed uf.bed g 2.bed fm_1.bed 0 O bcIn.fa aln.fa_cl.fa_gs.fa ce.fa_

divergence to consensus (%)

size: 7516bp; fragments: 470; full length: 49 (>=6764.4bp)
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11447 fasta.b.bed_uf.bed g 2.bed fm_1.bed 0 O bcIn.fa _aln.fa c
size: 7816bp; fragments: 470; full length: 49 (>=7034.4bp)
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TE: rnd_5 family 11447
size: 7511bp; fragments: 471; full length: 49 (>=6759.9bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

/7000

6000

5000

4000

3000

2000

1000

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)

£ ’, ’ ’ V4 /’ 7’ 7 77 &y g , /7 VA
, , ’ ’,
’ v, ’ 7 s ’ 7/
R4 ’‘,
, v ¢ , v V v
,
Vs , 7/ 77 7’ , ’ 4 ’ 7’
4 ’ / ’ ’
’ 7’ ’
’ s 4 , 4 . s ’ ,
. ’ ’ 4 ’,
’ ’ ’ ’ . (34
’, 4 ’
4 s v
V] 7 & V4 4 p: ’ , /|
7 ’ / V4 A ’ , /]
7 ‘ Vs i , 7 i 757 / ‘ Vs ’ /’/,4 4 . Py 7 / % ’
/’ / & 4 . A ’ . Z V 7/ /3 v
4 ’ ,,/ ’ ¢ . p ’ v , 4
, ’ ’ ’
, ; , , /7 4 p , ’ ’, % ,/ d
7 , ’ v’ Ve ’ , 4
4 . , ’ 4 ’ Vs
V4 4 4 e / 7
7 , ,
,s , ’ , 4 /s
P4 /,
’ P e ’ .
4 Y 7 ,
P4 4 4 ’
4 ’, Pl ’ 4 7’ 27 ¢ 9 ; , ¢
Ve , 4 ‘ s ’ AR ‘7 4 e 7 ’ , Vs
’ ’
% ’ 4 s ¢ ¢
¢ , 2 s /s 4 ., s 7. .4 v w p 4
V4 d / 4 7’ 7 ’ 4
’ ’ , ,
4 /; v 4 7/ ’ ’
/ ’ ’ 7’ /
v 1 2 P ” 4 ‘7
s ’ ” ’ /,/,/
, 7’ 7’ ’ ’, 7’ 7 7/ 7 7 7 ¢ ’
’ ’ ’ ’ , , . 7,
7/ 4 7/ s,
’ . ’ 'y 4
P , , , ARd v ., ” S -
P4 7’
4 4 / //
’ v . s VIR 4 , . , ,
4 4 v Vs P ’ v’ v ’ »” 4
s v 4 , ’ , v P ’ , w VR4 ‘4 ’
’ , 4 4 . o’
¢ ’ ’ . ’ ’ ’ 4 $
’
’ ’ 7’
R
7’ ’ 4 .
’ ’
4 s
, 7’ ’ Vs
4
. 4 , 4 ‘
7’
’, ‘ ’ 7 7’ ‘ 4 7
4 , 4 ’ 7 ’ p . ’
’ ’ ’
’ ’ ’
Py , ’ , VA
, ‘s
’,
’
. . 7
, ’ ’ , P P , ’ ,
, P 4 4 4 P ., / 4
’ 7 7 s ’ ’
, ’ ’ s 7 7 4 7 , , ’ 4 ‘s ’ ,// P ,
, 7 ’ s 4 . 4 VR4 s 4
44 ’ ’ 4 ’ , 4 4 / , 7 2
, , , s ’
/7
Y 7 ’ ‘
4 ” /7 7’
y/ Va 4 4 r/
7 //’ 4 v 2 27 Y p / , R ’ , 7|
7 4 ’ V2 ’ 4 7’
7 ’ ’ Vs 7 ’
4 4 ,7 I %, 7/ ’ , , ’ . , 7 ’ s, y
7’ ’, 4 7’ ’ , , 77 v , / v LA
’ ’
7 7 ’, f ., 7 V2 ’ 4 ’ 7 ’
g ¥ ., , ’ ., Y ? ’
4 s ¢ v 4 7 4 s
, , ’
’ ’
,
4 4 ya
4 v
/ ’s ’ 9 ’
7
’ ” P , 7 ’ . ’ 7 v 4 4 ’ ,
7 ’
P , ’ 4 4 2 s’ . .
’ ’ ¢ 7
d ’ V3 4 4
Ve ’ 124 ., ’ V4 Ve 7’ 7
’
v’ ’ / ’ ’
,/ / ‘ 4 ’
’ s, /
” 2 v 7 4 , vt £, 24 R ’ 4 )
/.40/ . ‘L, ’ , ,e 4
’ ’
/. /:;;// 7, ’ 77 7 v 4 s 4 ’
7 7/
’
’, 7
P , P , V4 , ’ , s 7 v s y A /
’, ’
’, ’

I I I I
2000 3000 4000

5000

6000

consensus after TEtrimmer (bp)



